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Figure: Sequence analyses of MB61 SARS-CoV-2 variants

(A) Mutational pattern of the two isolates MB61-Aug and MB61-Nov, which were obtained from the
same patient 4 months apart. Highlighted are the amino acid mutations that emerged along viral
persistence. (B) Time-scaled maximum likelihood tree including MB61-Aug and MB61-Nov plus 2137
sequences representative of the global SARS-CoV-2 epidemic. MB61 variants are highlighted with
red circles. The EPI_ISL_717978 and EPI_ISL_728343 strains, carrying the mutation N501Y in the
spike RBD domain, are also highlighted with blue and green circles, respectively. Colours indicate
geographical location of sampling. Support for branching structure is shown by bootstrap values at
nodes. (C) Amino acid changes in the spike region of the genomes from this study plus the reference
yp_0097243980, the EPI_ISL_728343, and the EPI_ISL_717978. Bold line indicates the amino acid
501 position. Red letter shows the Asparagine (N) to Threonine (T) mutation that occurred in MB61
variants.

The one letter amino acid code has been used; del indicates the presence of an amino acid
deletion(s).



